SEQUENCE LISTING 



<110> Bunn 

<120> Compositions and Methods of Treating Diabetes 

<130> 18989-032 

<140> 10/772,076 
<141> 2004-02-03 

<150> 60/444,784 
<151> 2003-02-03 

<160> 11 

<170> Patentln Ver. 2.1 

<210> 1 
<211> 1676 
<212> DNA 

<213> Homo sapiens 
<400> 1 

agccttatgg attggattcg actgaccaaa agtggaaagg atctaacggg attaaaaggc 60 
aggttaattg aagtaactga agaagaactt aagaaacaca acaaaaaaga tgattgttgg 120 
atatgcataa gaggtttcgt ttataatgtc agcccttata tggagtatca tcctggtgga 180 
gaagatgaac taatgagagc agcaggatca gatggtactg aactttttga tcaggttcat 240 
cgttgggtca attatgaatc catgctgaaa gaatgcctgg ttggcagaat ggccattaaa 300 
cctgctgttc tgaaagacta tcgtgaggag gaaaagaaag tcttaaatgg catgcttccc 360 
aagagccaag tgacagatac acttgccaaa gaaggtccta gttatccaag ctatgattgg 420 
ttccaaacag actctttagt caccattgcc atatatacta aacagaagga tatcaattta 480 
gactcaatta tagttgatca tcagaatgat tcctttagag cagaaacaat tattaaggat 540 
tgtttatatc ttatacatat tgggctaagc catgaggttc aggaagattt ttctgtgcgg 600 
gttgttgaga gtgtgggaaa aatagagatt gttctacaaa aaaaagagaa tacttcttgg 660 
gactttcttg gccatcccct gaagaatcat aattcactta ttccaaggaa agatacaggt 720 
ttgtactaca gaaagtgcca gttaatttcc aaggaagatg ttactcatga tacgaggctt 780 
ttctgtttga tgctgccacc aagcactcat cttcaagtgc ccattgggca acatgtttac 840 
ctcaagctac ctattacagg tacagaaata gtaaagccat atacacctgt atctggttcc 900 
ttactctcag agttcaagga accagttctt cccaacaata aatacatcta ctttttgata 960 
aaaatctatc ccactggact cttcacacca gagcttgatc gtcttcagat tggagatttt 1020 
gtttctgtaa gcagtcctga gggcaatttt aaaatatcca agttccaaga attagaagat 1080 
ctctttttgt tggcagctgg aacaggcttc acaccaatgg ttaaaatact gaattatgct 1140 
ttgactgata tacccagtct caggaaagtg aagctgatgt tcttcaataa aacagaagat 1200 
gatataattt ggagaagcca attggagaaa ttagcattta aagataaaag actggatgtt 1260 
gaatttgttc tctcagcacc tatttctgaa tggaatggca aacagggaca tatttcacca 1320 
gctcttcttt ctgaattttt gaaaagaaat ttggacaaat ccaaagttct cgtctgcatt 1380 
tgtggaccag tgccatttac agaacaagga gtaaggttgc tgcatgatct caacttttcc 1440 
aaaaatgaga tccatagttt tacagcataa tgaagagctg tcattgtcct ttattcaact 1500 
agtttatcta aatttgtgat tgcttagggt tttttaagag aacatttttg tacataacaa 1560 
aaggttaact agaatccagc cttcagtttc ttaaatgaaa tcaaatgttc cttcagtaca 1620 
ggtaacttct tggctttctt ttgtaccaca acttatttta ctactgatat ttgacc 1676 



<210> 2 
<211> 487 
<212> PRT 



<213> Homo sapiens 
<400> 2 

Met Asp Trp lie Arg Leu Thr Lys Ser Gly Lys Asp Leu Thr Gly Leu 
15 10 15 

Lys Gly Arg Leu lie Glu Val Thr Glu Glu Glu Leu Lys Lys His Asn 
20 25 30 

Lys Lys Asp Asp Cys Trp lie Cys lie Arg Gly Phe Val Tyr Asn Val 
35 40 45 

Ser Pro Tyr Met Glu Tyr His Pro Gly Gly Glu Asp Glu Leu Met Arg 
50 55 60 

Ala Ala Gly Ser Asp Gly Thr Glu Leu Phe Asp Gin Val His Arg Trp 
65 70 75 80 

Val Asn Tyr Glu Ser Met Leu Lys Glu Cys Leu Val Gly Arg Met Ala 
85 90 95 

lie Lys Pro Ala Val Leu Lys Asp Tyr Arg Glu Glu Glu Lys Lys Val 
100 105 110 

Leu Asn Gly Met Leu Pro Lys Ser Gin Val Thr Asp Thr Leu Ala Lys 
115 120 125 

Glu Gly Pro Ser Tyr Pro Ser Tyr Asp Trp Phe Gin Thr Asp Ser Leu 
130 135 140 

Val Thr lie Ala lie Tyr Thr Lys Gin Lys Asp lie Asn Leu Asp Ser 
145 150 155 160 

lie lie Val Asp His Gin Asn Asp Ser Phe Arg Ala Glu Thr lie lie 
165 170 175 

Lys Asp Cys Leu Tyr Leu lie His lie Gly Leu Ser His Glu Val Gin 
180 185 190 

Glu Asp Phe Ser Val Arg Val Val Glu Ser Val Gly Lys He Glu He 
195 200 205 

Val Leu Gin Lys Lys Glu Asn Thr Ser Trp Asp Phe Leu Gly His Pro 
210 215 220 

Leu Lys Asn His Asn Ser Leu He Pro Arg Lys Asp Thr Gly Leu Tyr 
225 230 235 240 

Tyr Arg Lys Cys Gin Leu He Ser Lys Glu Asp Val Thr His Asp Thr 
245 250 255 

Arg Leu Phe Cys Leu Met Leu Pro Pro Ser Thr His Leu Gin Val Pro 
260 265 270 

He Gly Gin His Val Tyr Leu Lys Leu Pro He Thr Gly Thr Glu He 
275 280 285 



2 



Val Lys Pro Tyr Thr Pro Val Ser Gly Ser Leu Leu Ser Glu Phe Lys 
290 295 300 



Glu Pro Val Leu Pro Asn Asn Lys Tyr lie Tyr Phe Leu lie Lys lie 
305 310 315 320 

Tyr Pro Thr Gly Leu Phe Thr Pro Glu Leu Asp Arg Leu Gin lie Gly 
325 330 335 

Asp Phe Val Ser Val Ser Ser Pro Glu Gly Asn Phe Lys lie Ser Lys 
340 345 350 

Phe Gin Glu Leu Glu Asp Leu Phe Leu Leu Ala Ala Gly Thr Gly Phe 
355 360 365 

Thr Pro Met Val Lys lie Leu Asn Tyr Ala Leu Thr Asp lie Pro Ser 
370 375 380 

Leu Arg Lys Val Lys Leu Met Phe Phe Asn Lys Thr Glu Asp Asp lie 
385 390 395 400 

lie Trp Arg Ser Gin Leu Glu Lys Leu Ala Phe Lys Asp Lys Arg Leu 
405 410 415 

Asp Val Glu Phe Val Leu Ser Ala Pro lie Ser Glu Trp Asn Gly Lys 
420 425 430 

Gin Gly His lie Ser Pro Ala Leu Leu Ser Glu Phe Leu Lys Arg Asn 
435 440 445 

Leu Asp Lys Ser Lys Val Leu Val Cys lie Cys Gly Pro Val Pro Phe 
450 455 460 

Thr Glu Gin Gly Val Arg Leu Leu His Asp Leu Asn Phe Ser Lys Asn 
465 470 475 480 



Glu lie His Ser Phe Thr Ala 
485 



<210> 3 

<211> 135 

<212> PRT 

<213> Homo sapiens 

<400> 3 

Met Asp Trp lie Arg Leu Thr Lys Ser Gly Lys Asp Leu Thr Gly Leu 
15 10 15 

Lys Gly Arg Leu lie Glu Val Thr Glu Glu Glu Leu Lys Lys His Asn 
20 25 30 

Lys Lys Asp Asp Cys Trp lie Cys lie Arg Gly Phe Val Tyr Asn Val 
35 40 45 

Ser Pro Tyr Met Glu Tyr His Pro Gly Gly Glu Asp Glu Leu Met Arg 
50 55 60 



3 



Ala Ala Gly Ser Asp Gly Thr Glu Leu Phe Asp Gin Val His Arg Trp 
65 70 75 80 



Val Asn Tyr Glu Ser Met Leu Lys 
85 

lie Lys Pro Ala Val Leu Lys Asp 
100 

Leu Asn Gly Met Leu Pro Lys Ser 
115 120 

Glu Gly Pro Ser Tyr Pro Ser 
130 135 



Glu Cys Leu Val Gly Arg Met Ala 
90 95 

Tyr Arg Glu Glu Glu Lys Lys Val 
105 110 

Gin Val Thr Asp Thr Leu Ala Lys 
125 



<210> 4 
<211> 90 
<212> PRT 

<213> Homo sapiens 
<400> 4 

Tyr Asp Trp Phe Gin Thr Asp Ser Leu Val Thr lie Ala lie Tyr Thr 
15 10 15 

Lys Gin Lys Asp lie Asn Leu Asp Ser lie lie Val Asp His Gin Asn 
20 25 30 

Asp Ser Phe Arg Ala Glu Thr lie lie Lys Asp Cys Leu Tyr Leu lie 
35 40 45 

His lie Gly Leu Ser His Glu Val Gin Glu Asp Phe Ser Val Arg Val 
50 55 60 

Val Glu Ser Val Gly Lys lie Glu lie Val Leu Gin Lys Lys Glu Asn 
65 70 75 80 

Thr Ser Trp Asp Phe Leu Gly His Pro Leu 
85 90 



<210> 5 
<211> 262 
<212> PRT 

<213> Homo sapiens 
<400> 5 

Lys Asn His Asn Ser Leu lie Pro Arg Lys Asp Thr Gly Leu Tyr Tyr 
15 10 15 

Arg Lys Cys Gin Leu lie Ser Lys Glu Asp Val Thr His Asp Thr Arg 
20 25 30 



Leu Phe Cys Leu Met Leu Pro Pro Ser Thr His Leu Gin Val Pro lie 
35 40 45 



Gly Gin His Val Tyr Leu Lys Leu Pro lie Thr Gly Thr Glu lie Val 
50 55 60 



Lys Pro Tyr Thr Pro Val Ser Gly Ser Leu Leu Ser Glu Phe Lys Glu 
65 70 75 80 

Pro Val Leu Pro Asn Asn Lys Tyr lie Tyr Phe Leu lie Lys lie Tyr 
85 90 95 

Pro Thr Gly Leu Phe Thr Pro Glu Leu Asp Arg Leu Gin lie Gly Asp 
100 105 110 

Phe Val Ser Val Ser Ser Pro Glu Gly Asn Phe Lys lie Ser Lys Phe 
115 120 125 

Gin Glu Leu Glu Asp Leu Phe Leu Leu Ala Ala Gly Thr Gly Phe Thr 
130 135 140 

Pro Met Val Lys lie Leu Asn Tyr Ala Leu Thr Asp lie Pro Ser Leu 
145 150 155 160 

Arg Lys Val Lys Leu Met Phe Phe Asn Lys Thr Glu Asp Asp lie lie 
165 170 175 

Trp Arg Ser Gin Leu Glu Lys Leu Ala Phe Lys Asp Lys Arg Leu Asp 
180 185 190 

Val Glu Phe Val Leu Ser Ala Pro lie Ser Glu Trp Asn Gly Lys Gin 
195 200 205 

Gly His lie Ser Pro Ala Leu Leu Ser Glu Phe Leu Lys Arg Asn Leu 
210 215 220 

Asp Lys Ser Lys Val Leu Val Cys lie Cys Gly Pro Val Pro Phe Thr 
225 230 235 240 

Glu Gin Gly Val Arg Leu Leu His Asp Leu Asn Phe Ser Lys Asn Glu 
245 250 255 

lie His Ser Phe Thr Ala 
260 



<210> 6 
<211> 494 
<212> PRT 

<213> Mus musculus 
<400> 6 

Met Asp Trp lie Arg Leu Thr Lys Ser Gly Lys Asp Leu Thr Gly Leu 
15 10 15 

Lys Gly Gly Leu lie Glu Val Thr Glu Glu Glu Leu Lys Lys His Asn 
20 25 30 

Lys Lys Glu Asp Cys Trp lie Cys lie Arg Gly Phe Val Tyr Asn Val 
35 40 45 



5 



Ser Pro Tyr Met Glu Tyr His Pro Gly Gly Glu Asp Glu Leu Met Arg 
50 55 60 



Ala Ala Gly Ala Asp Gly Thr Asp Leu Phe Asn Glu Val His Arg Trp 
65 70 75 80 

Val Asn Tyr Glu Ser Met Leu Lys Glu Cys Leu Val Gly Arg Met Ala 
85 90 95 

Val Lys Pro Ala Val Pro Lys Asp Cys His Glu Gly Lys Arg Val Leu 
100 105 110 

Asn Gly Met Leu Pro Lys Ser Gin Met Ser Asp Thr Leu Pro Arg Asp 
115 120 125 

Val Thr Asp Thr Leu Pro Arg Glu Gly Leu Ser Ser Pro Ser Tyr Asp 
130 135 140 

Trp Phe Gin Thr Glu Ser Ser Val Thr lie Val Val Tyr Thr Lys Gin 
145 150 155 160 

Lys Asn lie Ser Leu Asp Ser Val lie Val Asp Leu Gin Asp Asp Ser 
165 170 175 

Leu Arg Ala Glu Ala Val lie Lys Asp His Ser Tyr Leu Val His Val 
180 185 190 

Gly Leu Ser His Glu Val Gin Glu Asn Phe Ser Val Arg Val lie Glu 
195 200 205 

Asn Val Gly Lys lie Glu lie Val Leu Gin Lys Lys Glu Ser Val Ser 
210 215 220 

Trp Gin Cys Leu Gly Asp His Leu Glu Lys His Asp Ser Phe lie Pro 
225 230 235 240 

Lys Lys Asp Thr Gly Leu Tyr Tyr Arg Arg Cys Gin Leu lie Ser Lys 
245 250 255 

Glu Asp Val Thr His Asp Thr Arg Leu Leu Cys Leu Met Leu Pro Pro 
260 265 270 

Ser Thr His Leu Gin Val Pro Val Gly Gin His Val Tyr Leu Lys Leu 
275 280 285 

Ser Val Thr Gly Ala Glu lie Val Lys Pro Tyr Thr Pro Val Ser Asp 
290 295 300 

Ser Leu Leu Ser Asp Phe Lys Glu Pro Val Leu Ser Pro Asn Lys Tyr 
305 310 315 320 

lie Tyr Phe Leu lie Lys lie Tyr Pro Ala Gly Leu Phe Thr Pro Glu 
325 330 335 

Leu Asp Arg Leu Gin lie Gly Asp Phe lie Ser Val Ser Gly Pro Glu 
340 345 350 
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Gly Asn Phe Lys Val 
355 

Leu Ala Ala Gly Thr 
370 

Ala Leu Ser His Met 
385 

Asn Lys Thr Glu Asp 
405 

Ala Leu Arg Glu Lys 
420 

Ser Pro Glu Trp Asn 
435 

Ser Glu Phe Leu Gin 
450 

lie Cys Gly Pro Thr 
465 

Asp Leu Asn Phe Ser 
485 



Ser Lys Leu Gin Glu Val 
360 

Gly Phe Thr Pro Met Val 
375 

Ser Ser Leu Arg Lys Val 
390 395 

Asp lie lie Trp Arg Cys 
410 

Arg Phe Asp Val Glu Phe 
425 

Gly Lys Gin Gly His He 
440 

Arg Ser Ser Glu Asn Ser 
455 

Pro Phe Thr Asp Glu Gly 
470 475 

Asp Asp Glu He His Gly 
490 



Glu Asp Leu Phe Leu 
365 

Thr Val Leu Asn Tyr 
380 

Lys Leu Met Phe Phe 
400 

Gin Leu Glu Lys Leu 
415 

Val Leu Ser Ala Pro 
430 

Ser Arg Ala Leu Leu 
445 

Arg Ala Phe Leu Cys 
460 

He Arg Leu Leu His 
480 

Phe Thr Ala 



<210> 7 
<211> 486 
<212> PRT 

<213> Rattus norvegicus 
<400> 7 

Met Asp Trp Phe Arg Leu Thr Lys Ser Gly Lys Asp Phe Thr Gly Leu 
15 10 15 

Lys Gly Gly Leu He Glu Val Thr Glu Glu Glu Leu Lys Lys His Asn 
20 25 30 

Lys Lys Asp Asp Cys Trp He Cys He Arg Gly Phe Val Tyr Asn Val 
35 40 45 

Ser Pro Tyr Met Glu Tyr His Pro Gly Gly Glu Asp Glu Leu Met Arg 
50 55 60 

Ala Ala Gly Ala Asp Gly Thr Asp Leu Phe Asn Glu Val His Arg Trp 
65 70 75 80 

Val Asn Tyr Glu Ser Met Leu Lys Glu Cys Leu Val Gly Arg Met Ala 
85 90 95 

Val Lys Pro Ala Val Pro Lys Asp Cys His Glu Gly Lys Arg Val Leu 
100 105 110 

Asn Gly Met Leu Pro Lys Ser Gin Val Thr Asp Thr Leu Pro Arg Glu 
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115 



120 



125 



Gly Pro Ser Ser Pro Ser Tyr Asp Trp Phe Gin Thr Glu Ser Ser Val 
130 135 140 

Thr lie Val lie Tyr Thr Lys Gin Lys Asn lie Asn Leu Asp Ser Val 
145 150 155 160 

lie Val Asp Leu Gin Asp Asp Ser Leu Arg Ala Glu Ala Val lie Lys 
165 170 175 

Asp His Ser Tyr Leu lie His lie Gly Leu Ser His Glu Val Gin Glu 
180 185 190 

Asn Phe Ser Val Arg Val He Glu Asn Val Gly Lys He Glu He Val 
195 200 205 

Leu Leu Lys Lys Glu Thr Val Ser Trp Lys Cys Leu Gly Asp Pro Leu 
210 215 220 

Glu Lys His Asp Ser Phe He Pro Lys Lys Asp Thr Gly Leu Tyr Tyr 
225 230 235 240 

Arg Gin Cys Gin Leu lie Ser Lys Glu Asp Val Thr His Asp Thr Arg 
245 250 255 

Leu Phe Cys Leu Met Leu Pro Pro Ser Thr His Leu Gin Val Pro Val 
260 265 270 

Gly Gin His Val Tyr Leu Lys Leu Ser Val Thr Gly Ala Glu He Val 
275 280 285 

Lys Pro Tyr Thr Pro Val Ser Glu Ser Leu Leu Ser Asp Phe Lys Glu 
290 295 300 

Pro Val Leu Ser Pro Asn Lys Tyr He Tyr Phe Leu He Lys He Tyr 
305 310 315 320 

Pro Ala Gly Leu Phe Thr Pro Glu Leu Asp Arg Leu Gin He Gly Asp 
325 330 335 

Phe Val Ser Val Ser Gly Pro Glu Gly Asn Phe Lys Val Ser Lys Leu 
340 345 350 

Gin Glu Val Glu Asp Leu Phe Leu Leu Ala Ala Gly Thr Gly Phe Thr 
355 360 365 

Pro Met Val Thr Val Leu Asn His Ala Leu Thr His Met Ser Ser Leu 
370 375 380 

Arg Lys Val Lys Leu Met Phe Phe Asn Lys Thr Glu Asp Asp lie lie 
385 390 395 400 

Trp Arg Cys Gin Leu Glu Lys Leu Ala Leu Lys Asp Lys Arg Phe His 
405 410 415 



Val Glu Tyr Val Leu Ser Ala Pro Ser Pro Glu Trp Asn Gly Lys Gin 
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420 



425 



430 



Gly His Val Ser Arg Ala Leu Leu Ser Glu Phe Leu Gin Arg Ser Leu 
435 440 445 

Glu Asn Ser Lys Val Phe Leu Cys lie Cys Gly Pro Thr Pro Phe Thr 
450 455 460 

Asp Glu Gly lie Arg Leu Leu His Asp Leu Asn Phe Ser Asp Asp Glu 
465 470 475 480 

He His Gly Phe Thr Ala 
485 



<210> 8 
<211> 495 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: consensus 
sequence 

<220> 

<221> VARIANT 
<222> (1) . . (495) 

<223> Wherein Xaa is any amino acid. 
<400> 8 

Met Asp Trp Xaa Arg Leu Thr 
1 5 

Lys Gly Xaa Leu He Glu Val 
20 

Lys Lys Xaa Asp Cys Trp He 
35 

Ser Pro Tyr Met Glu Tyr His 
50 55 

Ala Ala Gly Xaa Asp Gly Thr 
65 70 

Val Asn Tyr Glu Ser Met Leu 
85 

Xaa Lys Pro Ala Val Xaa Lys 
100 

Leu Asn Gly Met Leu Pro Lys 
115 



Lys Ser Gly Lys Asp Xaa Thr Gly Leu 
10 15 

Thr Glu Glu Glu Leu Lys Lys His Asn 
25 30 

Cys He Arg Gly Phe Val Tyr Asn Val 
40 45 

Pro Gly Gly Glu Asp Glu Leu Met Arg 
60 

Xaa Leu Phe Xaa Xaa Val His Arg Trp 
75 80 

Lys Glu Cys Leu Val Gly Arg Met Ala 
90 95 

Asp Xaa Xaa Glu Xaa Xaa Lys Xaa Val 
105 110 



Ser Gin Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
120 125 



Xaa Val Thr Asp Thr Leu Xaa Xaa Glu Gly Xaa Ser Xaa Pro Ser Tyr 
130 135 140 



Asp Trp Phe Gin Thr Xaa Ser Xaa Val Thr lie Xaa Xaa Tyr Thr Lys 
145 150 155 160 



Gin Lys Xaa lie Xaa Leu Asp Ser Xaa lie Val Asp Xaa Gin Xaa Asp 
165 170 175 

Ser Xaa Arg Ala Glu Xaa Xaa lie Lys Asp Xaa Xaa Tyr Leu Xaa His 
180 185 190 

Xaa Gly Leu Ser His Glu Val Gin Glu Xaa Phe Ser Val Arg Val Xaa 
195 200 205 

Glu Xaa Val Gly Lys lie Glu lie Val Leu Xaa Lys Lys Glu Xaa Xaa 
210 215 220 

Ser Trp Xaa Xaa Leu Gly Xaa Xaa Leu Xaa Xaa His Xaa Ser Xaa lie 
225 230 235 240 

Pro Xaa Lys Asp Thr Gly Leu Tyr Tyr Arg Xaa Cys Gin Leu lie Ser 
245 250 255 

Lys Glu Asp Val Thr His Asp Thr Arg Leu Xaa Cys Leu Met Leu Pro 
260 265 270 

Pro Ser Thr His Leu Gin Val Pro Xaa Gly Gin His Val Tyr Leu Lys 
275 280 285 

Leu Xaa Xaa Thr Gly Xaa Glu lie Val Lys Pro Tyr Thr Pro Val Ser 
290 295 300 

Xaa Ser Leu Leu Ser Xaa Phe Lys Glu Pro Val Leu Xaa Xaa Asn Lys 
305 310 315 320 

Tyr lie Tyr Phe Leu lie Lys lie Tyr Pro Xaa Gly Leu Phe Thr Pro 
325 330 335 

Glu Leu Asp Arg Leu Gin lie Gly Asp Phe Xaa Ser Val Ser Xaa Pro 
340 345 350 

Glu Gly Asn Phe Lys Xaa Ser Lys Xaa Gin Glu Xaa Glu Asp Leu Phe 
355 360 365 

Leu Leu Ala Ala Gly Thr Gly Phe Thr Pro Met Val Xaa Xaa Leu Asn 
370 375 380 

Xaa Ala Leu Xaa Xaa Xaa Xaa Ser Leu Arg Lys Val Lys Leu Met Phe 
385 390 395 400 

Phe Asn Lys Thr Glu Asp Asp lie lie Trp Arg Xaa Gin Leu Glu Lys 
405 410 415 

Leu Ala Xaa Xaa Xaa Lys Arg Xaa Xaa Val Glu Xaa Val Leu Ser Ala 
420 425 430 

Pro Xaa Xaa Glu Trp Asn Gly Lys Gin Gly His Xaa Ser Xaa Ala Leu 
435 440 445 
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Leu Ser Glu Phe Leu Xaa Arg Xaa 
450 455 

Cys lie Cys Gly Pro Xaa Pro Phe 
465 470 

His Asp Leu Asn Phe Ser Xaa Xaa 
485 



Xaa Xaa Xaa Ser Xaa Xaa Xaa Xaa 
460 

Thr Xaa Xaa Gly Xaa Arg Leu Leu 

475 480 

Glu He His Xaa Phe Thr Ala 
490 495 



<210> 9 
<211> 135 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: consensus 
sequence 

<220> 

<221> VARIANT 
<222> (1) . . (135) 

<223> Wherein Xaa is any amino acid. 
<400> 9 

Met Asp Trp Xaa Arg Leu Thr Lys Ser Gly Lys Asp Xaa Thr Gly Leu 
15 10 15 

Lys Gly Xaa Leu He Glu Val Thr Glu Glu Glu Leu Lys Lys His Asn 
20 25 30 

Lys Lys Xaa Asp Cys Trp He Cys He Arg Gly Phe Val Tyr Asn Val 
35 40 45 

Ser Pro Tyr Met Glu Tyr His Pro Gly Gly Glu Asp Glu Leu Met Arg 
50 55 60 

Ala Ala Gly Xaa Asp Gly Thr Xaa Leu Phe Xaa Xaa Val His Arg Trp 
65 70 75 80 

Val Asn Tyr Glu Ser Met Leu Lys Glu Cys Leu Val Gly Arg Met Ala 
85 90 95 

Xaa Lys Pro Ala Val Xaa Lys Asp Xaa Xaa Glu Xaa Xaa Lys Xaa Val 
100 105 110 

Leu Asn Gly Met Leu Pro Lys Ser Gin Xaa Xaa Xaa Xaa Xaa Xaa Xaa 
115 120 125 

Xaa Val Thr Asp Thr Leu Xaa 
130 135 



<210> 10 
<211> 105 
<212> PRT 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: consensus 
sequence 

<220> 

<221> VARIANT 
<222> (1) . . (105) 

<223> Wherein Xaa is any amino acid. 
<400> 10 

Xaa Glu Gly Xaa Ser Xaa Pro Ser Tyr Asp Trp Phe Gin Thr Xaa Ser 
15 10 15 

Xaa Val Thr lie Xaa Xaa Tyr Thr Lys Gin Lys Xaa lie Xaa Leu Asp 
20 25 30 

Ser Xaa lie Val Asp Xaa Gin Xaa Asp Ser Xaa Arg Ala Glu Xaa Xaa 
35 40 45 

lie Lys Asp Xaa Xaa Tyr Leu Xaa His Xaa Gly Leu Ser His Glu Val 
50 55 60 

Gin Glu Xaa Phe Ser Val Arg Val Xaa Glu Xaa Val Gly Lys lie Glu 
65 70 75 80 

lie Val Leu Xaa Lys Lys Glu Xaa Xaa Ser Trp Xaa Xaa Leu Gly Xaa 
85 90 95 

Xaa Leu Xaa Xaa His Xaa Ser Xaa lie 
100 105 



<210> 11 
<211> 255 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: consensus 
sequence 

<220> 

<221> VARIANT 
<222> (1) . . (255) 

<223> Wherein Xaa is any amino acid. 
<400> 11 

Pro Xaa Lys Asp Thr Gly Leu Tyr Tyr Arg Xaa Cys Gin Leu lie Ser 
15 10 15 

Lys Glu Asp Val Thr His Asp Thr Arg Leu Xaa Cys Leu Met Leu Pro 
20 25 30 

Pro Ser Thr His Leu Gin Val Pro Xaa Gly Gin His Val Tyr Leu Lys 
35 40 45 
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Leu Xaa Xaa Thr Gly Xaa Glu lie Val Lys Pro Tyr Thr Pro Val Ser 
50 55 60 



Xaa Ser Leu Leu Ser Xaa Phe Lys Glu Pro Val Leu Xaa Xaa Asn Lys 
65 70 75 80 

Tyr lie Tyr Phe Leu lie Lys lie Tyr Pro Xaa Gly Leu Phe Thr Pro 
85 90 95 

Glu Leu Asp Arg Leu Gin lie Gly Asp Phe Xaa Ser Val Ser Xaa Pro 
100 105 110 

Glu Gly Asn Phe Lys Xaa Ser Lys Xaa Gin Glu Xaa Glu Asp Leu Phe 
115 120 125 

Leu Leu Ala Ala Gly Thr Gly Phe Thr Pro Met Val Xaa Xaa Leu Asn 
130 135 140 

Xaa Ala Leu Xaa Xaa Xaa Xaa Ser Leu Arg Lys Val Lys Leu Met Phe 
145 150 155 160 

Phe Asn Lys Thr Glu Asp Asp lie lie Trp Arg Xaa Gin Leu Glu Lys 
165 170 175 

Leu Ala Xaa Xaa Xaa Lys Arg Xaa Xaa Val Glu Xaa Val Leu Ser Ala 
180 185 190 

Pro Xaa Xaa Glu Trp Asn Gly Lys Gin Gly His Xaa Ser Xaa Ala Leu 
195 200 205 

Leu Ser Glu Phe Leu Xaa Arg Xaa Xaa Xaa Xaa Ser Xaa Xaa Xaa Xaa 
210 215 220 

Cys lie Cys Gly Pro Xaa Pro Phe Thr Xaa Xaa Gly Xaa Arg Leu Leu 
225 230 235 240 

His Asp Leu Asn Phe Ser Xaa Xaa Glu lie His Xaa Phe Thr Ala 
245 250 255 
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